AMENDMENTS TO THE CLAIMS : 

Please amend the claims as follows: 

1. (Currently Amended) A method for determination of amounts or relative 
proportions of more than one individual polynucleotide ribopolynucleotide sequence or 
subgroups thereof in « samnle comprising a po l ynuc l eotide mixture of target 
rjbopojynudeotjde sequences using a quantitative affinity aided solution hybridization in 
combination with size- or mass-based fractionation for obtaining resolution, 
charactorizod in that wherein the method comprises the consecutive steps of: 

(a) providing, one or more organ i z e d pools with a prosot opt i onal numbor of 
more than one soluble polynucleotide probes, wherein each probe in said pool is -teeing 
complementary to an individual target r i bopolynuc l ootidos ribopolynucleotide sequence 
in the sample, being present in a molar excess as compared to the ana l yt e 
polynucleotide target ribopolynucleotide sequences, and hav i ng has_approximately the 
same number of hybridizing nnr.lRntides . which are co mplementary to said target 
ribopolynucleotide seouences. wherein approximately the s ame number of nucleotides 
means that the polynucleotide probes are not disti nguishable from each other in size- or 
mass-based separation, fractionation and recording and are made distinguishable by 
providing said polynucleotide probes with one or more resolution enabling tags, which 
tags are oligonucleotide residues, which change the ma ss or size of the polynuclotide 
probes and provide tho polynuc l eot i de probes them w ith different mobilities in 
fractionation, separation or recording systems without disturbing the hybridization or 
capturing reaction , wherein each pool of polynucl eotide probes are placed in their own 
vessels: 

(b) providing-the analyto polynuc l eot i de a mixture o f affinity tagged target 
ribopolynucleotide sequences bv contacting the sampl e comprising the i co l atod from a 
sample comprising a mixture of target ribopolynucleotide sequences with at least one 
affinity tag; and thereafter 

(c) performing steps (i) and (ii) simultaneously, or sequentially; in the order (i) 
and (ii), wherein the steps (i) and (ii) compriooo comprise: (i) allowing a hybridization 
reaction to take place between the molar excess of seJubte-polynucleotide probes from 
step (a) and the aflalvte -affinitv tagged target ribopolynucleotide sequences from step 
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(b) leading to a quantitative formation of soluble hybrids; (II) providing captured hybrids 
by_recovering the hybrids, which havo boon quantitat i ve l y forn io d i n ctop (I) b y cap t u ring 
paid hybridc quantitatively on a separation aiding tool provided with the an_affinity pair of 
the affinity tag of the jnalyto polynucleoti de target ribopolynucleotide sequences; 

(d) quant i tativoly ro l oacing the providing released polynucleotide probes_by_ 
elyting the polynudeotjde probes in an unmodified form from the captured hybrids 
cipturrd tn nnpintirn afc*m§ tee, «*™»in said released polynucleotide probes are 
provided with tracer tags in sten (a) or are tr acer ta gged aft er release in step (d) or 
during or after amolifiecation after th e release in step (d): 

(e) separating the released polynucleotide probes bv electrophoretic or 
chromatographic technioues or mass spectrometry and recording the amount or relative 
proportions of distinguishable polynucleotide probes, the amount of which corresponds 
to the amount of complementary target ribopolynucleotide seguences in the mixture of 
analyte target ribopolynucleotide seouences in the sample. 

2. (Currently Amended) The method according to claim 1, charactor i zod i n that 
wherein for the determination of dynamic variations in the amounts or relative 
proportions of polynucleotide transcripts or their subgroups in an individual organism, 
the soluble polynucleotide probes are designed from species or group-specific 
ribopolynucleotide seguences hybridizing with selected moro or l ooo conserved or 
hypervariable regions from intragenomic seguences specific for subgroups, species, 
subspecies of transcripts expressed in the organism. 

3. (Currently Amended) The method according to claim 2, charactor i zod in that 
wherein the analyto polynucleotide target ribopoly nucleotide seguences i so l at e d from 
the sample comprising the a mixed target population is are messenger RNA (mRNA). 

4. (Currently Amended) The method according to claim 1, charactor i zod i n that 
wherein for the determination of dynam i c variations in the amounts or relative 
proportions of ribopolynucleotide seguences representing individual organisms or 
subpopulations thereof in a target population, the so l ub le dooxyr i bopolynucloot i do 
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polynucleotide probes are designed from species or group-specific ribopolynucleotide 
sequences hybridizing with a selected moro or l oss conserved or hypervariable region 
from intragenomic sequences specific for and/or representing different phylogenetic 
levels allowing the identification of subgroups, species, subspecies within the a mixed 
target population. 

5. (Currently Amended) The method according to claim 4, characterized in that 
wherein the target ribopolynucleotide sequences ana l ytes i solat e d from the sample 
comprising the mixed target population comprise are ribosomal RNA. 



6-9. (Cancelled) 

10. (Currently Amended) The method according to claim X J7, oharactor i zod i n that 
wherein the rocolut i on enab l ing tagc wh i ch additionally may ac acts a be tracer tagsjag 
is Go l octcd from a group cono i ot i ng of labe l s are recordable by fluorescence, 
l um i noooonco, i nfrarod absorption, e l octromagnotio proport i os, and rad i oactiv i ty, and 
onzymatic act i v i ty . 

11. (Currently Amended) The method according to claim 1, oharactorizod i n that 
wherein more than five the prooot opt i ona l number of solubl e polynucleotide probes are 
in the pool i s moro than ono proforably moro than f i vo, most proforab l y moro than t e n . 

12. (Currently Amended) The method according to claim 1, charactorizod i n that 
wherein the amount of the individual, quantitat i ve l y captured and released 
polynucleotide probes is recorded with a fully or partly automized automatic recording 
system , wh i ch i s oo l octod baood on tho appliod reso l ut i on enab li ng tags . 

13. (Currently Amended) The method according to claim 12, charactorizod i n that 
wherein the rooording syotom i s so l octod basod on roso l ut i on onab l ing tags and 
oomprisos mass spectrometry, electrophoretic or chromatographic techniques are 
capillary electrophoresis. 
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14. (Currently Amended) The method according to claim 1 any of claimo 1 13, 
characterized in that wherein the amount of the quant i tatively re covered pr i mor to gg o ri 
polynucleotide probes, wherein the res o l ut i on enabling tags are oligonucleotide 
r^iHMAs anting as primers, are released and subsequently amplified and opt i ona l ly 
tracer tagged bofore during or after the PCR react i on amplification and thereafter 
recorded with a record i ng oyotcm ocloctcd based on the resolution enabling tags . 

15. (Currently Amended) The method according to claim 14, charactor i zod in that 
wherein the primers comprise specific and universal parts. 

16. (Currently Amended) The method according to claim 1, charactorizod i n that 
wherein the polynucleotide probes are selected from the group consisting of stable DNA 
fragments, synthetic or recombinant polynucleotide seguences J _and ef modified 
polynucleotide seguences. 

17. (Currently Amended) The method according to claim 1, charactor i zod in that 
wherein a comparative, guantitative assessment of variations in the amounts of 
individual target ribo polvnucleotide seguences or organisms and subgroups thereof in a 
population or mixture of target ribopolvnucleotide polynuc l eot i de seguences is carried 
put by providing a-set sets of muttip4e-test kits, at least one test kit for each sample to be 
compared, wherein each of said test kits are provided with ono or mor e identical 
organized pools comprising more than one w i th a prosot opt i onal numbor of so l ub le 
polynucleotide probe proboo, oach probo boing DNA complomontary to an i nd i v i dual 
target r i bopo l ynucloot i do ooguonco i n tho samp l o, boing procont i n a molar oxgogs as 
comparod to tho targot po l ynuc l eotide oamp l os, and hav i ng approx i matoly tho sam e 
numbor of hybr i diz i ng nuc l ootidos and having an i ndict i ngu i ohab l o numbor of hybridiz i ng 
nuo l oot i dos, proboo are mado d i st i nguichablo by prov i d i ng oach po l ynuc l ootido probe 
w i th ono or moro roso l ut i on onabling tags, wh i ch tags chango tho c i zo or mace and 
thoroby prov i do tho po l ynucloot i do probos w i th d i fforont mob ili t i os in tho fract i onat i on, 
ooparat i on or record i ng oyotoms w i thout d i sturb i ng tho hybr i d i zat i on or captur i ng 
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roact i on, oach pool o f p o ly n u cl eot i des proboc h n ing placod in t i n o rganized mann o r in 
tho i r own voooo l c, which aro ooparato or joinod togother . 

18. (Currently Amended) The method according to claim 17, tho i nd i vidua l toct ki tfi, 
ch a r a c t o r izod i n th n t wjierejn mm i nt i nn nnnb li na taa i c n o t a tracor tag, a muttipte 
each set of t est kits is provided with « tracer tag, which is traoor tagc oach b oi n g 
distinguishable from tho other by the emitted signal. 

1 9. (Currently Amended) The uoo i n any method according to claim 1, c l a i mc 1 18 of 
a toot kit, charactorizod in that wherein the steps of the method are performed on a test 
ki t, which comprises one or more organized pools, with a prooot opt i ona l number of 
more than one soluble polynucleotide probe probo c , oach probo boing comp l omontary 
to an individual targot r i bopo l ynuc l oot i do ooquonco i n tho samplo, bo i ng procont i n a 
molar oxcoso ao comparod to tho analyto i n tho oamploo, and hav i ng approx i mate l y th e 
oamo numbor of hybr i diz i ng nuc l oot i doc, aro mado d i ctinguichab l o by provid i ng oach 
po l ynucleotide probes w i th ono or moro rooo l ution onab li ng tago, wh i ch chango tho s i z e 
or mace and thoroby provido tho po l ynuc l oot i do proboc w i th d i fferent mob il it i oc i n th e 
fract i onat i on, coparat i on or rocord i ng cystoms w i thout d i sturbing tho hybrid i zat i on or 
capturing roaction, oach poo l of polynuc l eotides proboc boing plaood i n an organ i zed 
mannor in tho i r own voooo l o, wh i ch aro ooparato or joinod togother . 

20-29 (Cancelled) 

30. (Currently Amended) The use method according to claim 1 J0, charactor i zod i n 
that wherein the soluble pools ef comprising polynucleotide probes are placed in wells 
on a microtiter plate. 

31-35. (Cancelled) 

36. (New) The method according to claim 17 for assessing hygienic conditions and 
epidemiologic situations, effects of external stimuli or treatment modalities on a 
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microbial population, wherein a comparative assessment of variations in the amounts or 
relative proportions of more than one individual target ribopolynucleotide sequence or 
subgroups thereof in a sample from a population are determined by providing a set of 
identical test kits for each sample to be compared, wherein the samples are obtained 
before and after applying the external stimulus or treatment. 

37. (New) The method according to claim 1, wherein the number of soluble 
polynucleotide probes in the pool is more than ten. 

38. (New) The method according to claim 1, wherein the polynucleotide probes are 
tracer tagged in step (a). 

39. (New) The method according to claim 1, wherein the polynucleotide probes are 
tracer tagged after the release in step (d). 

40. (New) The method according to claim 1, wherein the released polynucleotide probes 
in step (d) are amplified and tracer tagged during or after amplification. 

41 . (New) The method according to claim 1 , wherein the tracer tag is a fluorophor. 
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